. Phylogenetic tree based on RFPL coding sequences encoding the likely functional proteins in Laurasiatheria, Glires and Catarrhini Maximum K A /K S values for each branch are indicated.
Figure S2. Pax6 highly significantly modifies gene clusters implicated in the regulation of the cell cycle
Pax6-elicited changes in gene cluster expressions observed in the biological process taxonomy defined by the Gene Ontology Consortium were determined using the GeneSpring GX 7 software. In parentheses are indicated the number of genes of the cluster that showed an altered expression over the total number of genes of the cluster. Figure S3 . mRFPL is not expressed in neural tissue mRFPL expression was assessed by semi-quantitative end-point RT-PCR (A) during neurogenesis in differentiating murine D3 embryonic stem cells, (B) during neurogenesis in fetal brain, (C) during in vitro maturation of primary cortical neurons, and in newborn and adult mouse brain. Liver was used as a PCR positive control.
Figure S4. hRFPL4,5,6 genes are not expressed during neurogenesis in vitro and in vivo
Transcript levels were assessed by real-time PCR and normalized to the cDNA level in adult testis. (A) hRFPL4,5,6 expressions were not seen in human embryonic stem cells-derived neurogenesis, nor (B) in vivo in developing or adult brain. The gender of the embryo (M: male; F: female) and its age in weeks are indicated in the parentheses. Results are displayed as mean ± standard error (s.e.m.). 
